2035 IP 




SEQUENCE LISTING 

<110> Liu, Qingyun 

McDonald, Terrence P. 

<120> DNA MOLECULES ENCODING HG51, A 

G PROTEIN-COUPLED RECEPTOR 

<130> 20351P 

<140> 09/831,765 
<141> 2001-05-11 

<150> PCT/US99/27305 
<151> 1999-11-18 

<150> 60/109,717 
<151> 1998-11-24 

<160> 15 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1537 
<212> DNA 

<213> Homo sapien (human) 
<400> 1 



<210> 2 
<211> 402 
<212> PRT 

<213> Homo sapien (human) 



60 
120 
180 



SSSSSS SSfc C S Sir 0 CCtCagtgca caa tgg cca g 

ctgagcgcct ccgcccgccf aalttaaaaa ^ ggagCgC Sccgcgagcc ccgccgcaag 
ggcggccacg gctactjgga cjgcgacaaa S^ 930 " tgtactcggg gaaccgcagc 
gggacactga gccccgcgcc Ic?IttcfSc IccSrclS Ctgaggggcc S^gccggcg 240 
ctgggctcca ttgggctgct gggcgtcglc tltlltrtnn aCgagcgcct SWcgctgctg 300 
aagttccagc ggctccgcac tcccact?^ ^ f 5 9 tggtgctcgt cctctactac 3 60 

ctgctggtgt Ifctctfcgg ggtcaccttt acctS^? tCaaCatca 9 cctcagcgac «J 
gtgtgggaca ccgtgggctg c^tgtgSgac aaatS^™ cctgcct 9 a S gaacggctgg 480 
tccattgcca ccctaaccgt gctggflK? ofSJS?^ g ^ agcctctt cgggattgtt 
gtgatcaatt tttcctgggc Kgfgggcc StaSS™ "cgcgtggt ccatgccaga 
tgggcaggag cacctctcct ao™^«f atta cctaca tctggctcta ctcactggcg 
tgcactgfgS actSgaaat^ SJSgatgSc aSattcct ^gactggl 
cttggctgcc tggtggtgcc cctS?r aac gattcct cctttgtgct tttcttattt 
tccattcgaa tglttfglS tgtlafaaah a £ a * cccatt gctatggcca tattctatat 
aaatatgaaa agaaac^ggf cSfftotS ^^? ga ° aa ttcaa 9tgat caagatttta 
tggatgcctt a?atcgtglt ctgcttcS ataatt^J* tattcacctt cctggtctgt 
ccaacaatat ctattgtftc gtfcctcttt gtcat ^ tca cctggtcact 

atttatgtct tcatgftcag Ilagt^tcga laltcoltf? acactgtata caatccagtg 
ctgctgaggt gccagaggcc toctaaa^ 93 agatcccttt tgcagcttct gtgcctccga 
agacccattg tgatJtSS Sa^atggg gacaaaccaf ^aagtga aatgcagatc 1200 
tcttcttcca tcatttttat catcaccfg? a & aaaaaa gt gactttcaac 1260 

aaaaccaatg ggtccaaagt tgatgtaafc laa^ttcatc cgaca 9^ a c 1320 

gcaacgaaag atggggcctt alatEggatg ccaSStoa atgaa 9 aat 9 "80 

ctggaatacc cgttctatgt aatatclacl Saacc^tata a^-"*" taa 9 aa S fc 9t 1440 
tgcccatatg ctcttgggcc tcaggaagag ?ttgaSc ^tccagcagg aaatccgaat 



540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



1500 
1537 



- 1 - 



2035 IP 



<400> 2 



Met Tyr Ser Gly Asn Arg Ser Gly Gly His Gly Tyr Trp Asp Gly Gly 

Glv Ala a1p> niw ai = m,, -® 15 



25 



Ala Pro Leu Phe Ser Pro Gly Thr ^r Glu Arg Leu Ala Leu Leu Leu 
J r 40 k 



Gly Ser lie Gly Leu Leu Gly Val Gly Asn Asn Leu ttu Val Leu Val 



Gly Ala Ala Gly Ala Glu Gly Pro Ala Pro Ala Gly Thr Leu Ser Pro 

3 Leu 

35 
c lie 

Leu Tyr Tyr Lys Phe Gin Irg Leu Arg Thr Pro Thr His Leu Leu Leu 

Val Asn lie Ser Leu Ser Asp Leu Leu Val Ser Leu Phe Gly Val ?Sr 

Phe Thr Phe Val Ser Cys Leu Arg Asn Gly Trp Val Trp Asp Thr Val 

Gly Cys val Trp Asp Gly Phe Ser Gly Ser Leu Phe Gly lie Val Ser 

He Ala Thr Leu Thr Val Leu A^a Tyr Glu Arg Tyr He Arg Val Val 

His Ala Arg Val lie Asn Phe Ser Trp Ala Trp Arg Ala lie Thr Tyr 

He Trp Leu Tyr Ser Leu Ala Trp Ala Gly HI Pro Leu Leu Gly Trp 
165 170 175 

r Cys Thr Val 
190 

. Leu Phe Leu 
205 

i His Cys Tyr 
220 

Glu Asp Leu 

He Gin Val He Lys He Leu Lys Tyr Glu lys Lys Leu Ala Lys uti 



Asn Arg Tyr lie Leu Asp Val His Gly Leu Gly Cys Thr Val Asp Trp 



Lys Ser Lys Asp Ala Asn Asp Ser Ser Phe Val Leu Phe Leu Phe Leu 



200 



Gly Cys Leu Val Val Pro Leu Gly Val He Ala His Cys Tyr Gly His 



lie Leu Tyr Ser He Arg Met Leu Arg Cys Val Glu Asp Leu Gin Thr 



Cys Phe Leu Met iie Phe Thr Phe Leu Hi Cys Trp Met Pro Tyr He 



Val He Cys Phe Leu Val Val Asn g" His Gly His Leu vll Thr Pro 

Thr lie Ser lie Val Ser Tyr Leu Phe Ala Lys Ser III Thr Val Tyr 

-*"5 too 
Asn Pro Val lie Tyr Val Phe Met lie Arg Lys Phe Arg Arg Ser Leu 

Leu Gin Leu Leu Cys Leu Arg Leu Leu Arg Cys Gin Arg Pro Ala Lys 



325 330 335 

Val 

Asn 

Val 

Asp ser Asp Lys Thr Asn Gly Ser Lys Val Asp vll lie Gin Val Arg 



Asp Leu Pro Ala Ala Gly Ser Glu Met Gin He Arg Pro lie Val Met 

Arg 
He 

375 380 



Ser Gin Lys Asp Gly Asp Arg Pro Lys Lys Lys Val Thr Phe Asn Ser 
Ser Ser lie He Phe lie lie Thr Ser Asp Glu Ser l" Ser Val Asp 



Pro Leu " U 395 405 

<210> 3 
<211> 395 
<212> DNA 

<213> Homo sapien (human) 

Bi&J SS» £SSS£ ssssss .-sssss «™ « 



-2- 



2035 IP 





tgcatttgtg 
ccacggtgtc 
agaggtacac 
gagcgctgga 
ccaatggagc 




180 
240 
300 
360 
395 



<210> 4 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 4 

cgggtaccat gtactcgggg aaccgca 

<210> 5 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 5 

gcgcggccgc acgggtattc cagacacttc 

<210> 6 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 6 

gcgcggccgc cccatctttc gttgccattc 

<210> 7 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 7 

caacaacctg ctggtgctcg tc 

<210> 8 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 8 

gctgggcgtc ggcaacaa 



18 



<210> 9 
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2035 IP 



<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 9 

caggcaggac acgaaggtaa 

<210> 10 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 10 

ggtcgctgag gctgatgttg ac 

<210> 11 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 11 

ggggatgtgc tgcaaggcga 

<210> 12 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 12 

ccagggtttt cccagtcacg ac 

<210> 13 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 
<400> 13 

cccaggcttt acactttatg cttcc 

<210> 14 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide 



-4- 



<400> 14 

ttgtgtggaa ttgtgagcgg ataac 

<210> 15 
<211> 348 
<212> PRT 

<213> Homo sapien (human) 
<400> 15 

Met Asn Gly Thr Glu Gly Pro Asn Phe Tyr Val Pro Phe Ser Asn Ala 

5 10 15 

Thr Gly Val Val Arg Ser Pro Phe Glu Tyr Pro Gin Tyr Tyr Leu Ala 

25 3 0 

Glu Pro Trp Gin Phe Ser Met Leu Ala Ala Tyr Met Phe Leu Leu He 

35 40 45 

Val Leu Gly Phe Pro He Asn Phe Leu Thr Leu Tyr Val Thr Val Gin 

His Lys Lys Leu Arg Thr Pro Leu Asn Tyr He Leu Leu Asn Leu Ala 

0 75 80 

Val Ala Asp Leu Phe Met Val Leu Gly Gly Phe Thr Ser Thr Leu Tyr 

Thr Ser Leu His Gly Tyr Phe Val Phe Gly Pro Thr Gly Cys Isn Leu 

100 105 110 

Glu Gly Phe Phe Ala Thr Leu Gly Gly Glu He Ala Leu Trp Ser Leu 

Val val Leu Ala He Glu Arg Tyr Val Val Val Cys tyl Pro Met Ser 

Asn Phe Arg Phe Gly Glu Asn His Ala He Met Gly Val Ala Phe Thr 

150 155 
Trp Val Met Ala Leu Ala Cys Ala Ala Pro Pro Leu Ala Gly Trp Ser 

Arg Tyr He Pro Glu Gly Leu Gin Cys Ser Cys Gly He Asp Tyr Tyr 

180 185 190 

Thr Leu Lys Pro Glu Val Asn Asn Glu Ser Phe Val He Tyr Met Phe 

Val Val His Phe Thr He Pro Met He He He Phe Phe Cys Tyr Gly 

Gin Leu Val Phe Thr Val Lys Glu Ala Ala Ala Gin Gin Gin Glu Ser 

230 235 
Ala Thr Thr Gin Lys Ala Glu Lys Glu Val Thr Arg Met Val He III 

Met Val He Ala Phe Leu He Cys Trp Val Pro Tyr Ala Ser Val Ala 

260 265 270 

Phe Tyr lie Phe Thr His Gin Gly Ser Asn Phe Gly Pro He Phe Met 
275 280 285 

^ 290 ^ 295 116 ^ ASn Pr ° Val 

He Tyr lie Met Met Asn Lys Gin Phe Arg Asn Cys Met Leu Thr Thr 

310 315 3 2o 

He Cys Cys Gly Lys Asn Pro Leu Gly Asp Asp Glu Ala Ser Ala Thr 

325 330 335 

Val Ser Lys Thr Glu Thr Ser Gin Val Ala Pro Ala 
340 345 



25 
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